Protein crystal structure analysis from high-resolution X-ray powder-diffraction data.
Although high-resolution powder diffraction of proteins is in its infancy, we can easily see future developments of the method that will allow examination of protein structures that exceed 100 kDa. In particular, current data-collection technology scans the powder-diffraction pattern a few points at a time over a very narrow field of view. The use of high-resolution imaging technology and X-ray focusing optics should improve this 1000-fold or more, making it possible to use powder diffraction on a laboratory X-ray source to screen for the formation of protein/drug complexes and to determine their structures.